The most useful markers for the prenatal diagnosis of myotonic dystrophy (DM) are APOC2 and CKM, both of which map proximal to DM. In order to produce other markers useful for DM, we have screened genomic DNA 
D19S22.25 On the proximal side of DM, CKM and ERCCI map to the same 300 kb NotI fragment.6 For ERCCI few linkage data are available, as no conventional RFLPs have been documented. CKM is closely linked to DM with a Omax of 0-02 (Zmax= 22 20) and a -1 lod support interval of 0 to 0 05. On the distal side of DM the closest linked marker is D19SS0 (0max=0-09, Zmax=15-454). Clearly there is a need for more closely linked markers on the distal side of DM, in order to define the smallest genomic region in which the gene must be located.
Somatic cell hybrids WILFM27 and 908K18 have been used to make genomic libraries from which many DNA markers on chromosome 19 have been identified.2 9 10 Neither of these cell lines contains ERCCI nor markers mapping distal to it, and are thus unlikely to Identification ofnew DNA markers close to the myotonic dystrophy locus 
electrophoresed on a Biorad CHEF pulsed field gel apparatus, as described previously.'7
LINKAGE ANALYSIS
The linkage relationship of D19S62, D19S63, and G175=GI75oXi=GJ75Ao). Table 3 Linkage analysis of D19S62 and D19S63 to DM (sexes combined). In a recent study, Johnson et a124 reported the construction of a cosmid library from the hybrid 20XP3542-1-4. They isolated 76 human cosmids of which 32 (42%) mapped to chromosome 19 and, of these 32, five (16%) were derived from the region distal to CKM. The difference between these proportions and those obtained in the present study may be because of one or more of the following factors: different vectors and host strains; different partial digestion conditions; different hybrid cell lines used for chromosomal localisation; or random statistical fluctuation.
From existing information it is not possible to determine whether 20XP3542-1-4 contains the DM locus. Nevertheless the four clones reported here mapping distal to CKM should be useful for the prenatal diagnosis of DM and in jumping and linking strategies to flank and identify the DM gene. It will also be possible to construct a complete physical map of the region and to identify HTF islands and coding sequences which would be candidates for DM. 
